A new similarity measure among protein sequences.
Protein sequence analysis is an important tool to decode the logic of life. One of the most important similarity measures in this area is the edit distance between amino acids of two sequences. We believe this criterion should be reconsidered because protein features are probably associated more with small peptide fragments than with individual amino acids. In this paper, we design small patterns that are associated with highly conversed regions among a set of protein sequences. These patterns are used analogous to the index terms in information retrieval. Therefore, we do not consider gaps within patterns. This new similarity measure has been applied to phylogenetic tree construction, protein clustering and protein secondary structure prediction and has produced promising results.